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Details about H9N2 HA nucleotide sequences used in our analyses. In the column "Label", D1 points to sequences exclusively in the data set with 526 HA genes; D2 points to sequences simultaneously in both data sets with 526 and 385 HA genes; G1, G9, and Korea represent the representative sequences; C represents outliers in sequences detected by clock test in TempEst; S represents the removed sequences from phylogeographic inference by down-sampling; L represents the removed sequences from phylogeographic inferences in countries with less than 10 isolates in total; P represents the sequences with partial length. All sequences shown here were used in spatiotemporal analysis of H9N2 virus; Sequences labeled by D1, D2 and the representatives were used in phylogeographic reconstructions. 
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